Introduction
The development of MSnbase aims at providing researchers dealing with labelled quantitative proteomics data with a transparent, portable, extensible and open-source collaborative framework to easily manipulate and analyse MS 2 -level tandem mass spectrometry data. MSnbase has been developed following an object-oriented programming paradigm: all information that is manipulated by the user is encapsulated in ad hoc data containers to hide it's underlying complexity. The implementation in R gives users and developers a great variety of powerful tools to be used in a controlled and reproducible way.
Data inspection
Data is seamlessly loaded from mzXML format and full or specific regions of MS 2 spectra can be plotted. Peptide identification data can easily be incorporated. Traceability: data, meta data and processing logging. 
Precursor data inspection
Several information (retention time, peaks count, . . . ) about the precursor ions is readily available and can be used for quality control and instrument setup optimisation.
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Conclusions and perspectives
Softwares are more than mere programs that are used to transform an input into an output and should be recognised as the effective implementation of the analytical methodology that is applied. Research aims to be reproducible across time and teams and reliably documented open software is of paramount importance. MSnbase is a framework that allows researchers to investigate their data in depth in a traceable and reproducible way.
The functionality currently implemented in MSnbase will be expanded and will be used to investigate MSMS data at the MS 2 spectrum level from different experimental designs and instruments. Reciprocally, the insights provided by MSnbase are vital input for instrument setup optimisation.
MSnbase will be publicly released under an open licence. If you wish to be kept informed of its release and future development, please do not hesitate to share your contact details at the conference or contact us later.
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